The GO analysis was performed to evaluate the mainly pathways that the closest genes to the peaks where SIRT1 has associated in normal and suspension condition were involved. For this, firstly we have used DAVID tool to obtain GO terms and p-values for each gene, according the procedure recommended (Huang et al., 2008). Then, we have used the obtained GO terms and p-values (less or equal to 0.05) for REVIGO analysis. Based on algorithms that reduce redundance, REVIGO finds a subset of representative and non-redundant GO terms as described previously (Supek et al., 2011 . From left to right, the table shows the term ID, the description of the term, the frequency that the term appears, the log10-pvalue, the uniqueness (that represents the similarity of a term in relation to the other term) and the dispensability (that compares a term to other semantically close terms), respectively. See Supplementary_Table_3
